Introduction
The Cabo Verde Islands constitute a biodiversity hotspot, encompassing a wide range of different biotopes. Thus far, most surveys and programmes have focused exclusively on the flora and fauna of the islands, with little to no effort being made to systematically assess and preserve locally existing microbial biodiversity. The absence of such studies is especially troubling regarding their traditional salterns, as many of them have been abandoned, and increase of construction in coastal areas has already started to indelibly change some of these unique ecosystems and will likely obliterate some of them. Here we provide an overview of the preliminary data recently collected from salterns in the island of, Maio, and include details on their previously unreported physicalchemical characteristics (salinity, pH, temperature and ionic composition), as well as first results on microbial metabolic profiling of this sites brines. 
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The preliminary results collected here point to:
• A very diverse range in physicochemical conditions present in different pools across the site.
• Variation in microbial metabolic profile found across the samples, despite some apparent technical limitations at high salinities. This suggests significant differences between microbial communities. • 16s rRNA sequencing.
• Full characterisation of selected isolates
• Thorough biotechnological screening; Antibiotic properties, enzyme screening, anaerobic growth. 
Overview and Future Work
• This survey has revealed a previously unreported dynamic setting with the presence of a diversity of conditions and environmental niches, which match differences in substrate use of local microbial communities.
• Currently on-going work will clarify the taxonomic diversity and novelty of the sites and test for its potential biotechnological applications.
• These insights are vital to increasing visibility of these threatened environments and to ensure the protection of their microbial diversity. 
